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seudomonas aeruginosa is an important pathogen, associated with infections in burn wounds, ventilated patients, patients with cystic fibrosis, and so on. It is intrinsically resistant to a number of antimicrobial agents and may acquire resistance to any of the available antimicrobics. Further, P. aeruginosa may be nosocomially transmitted. The complete genome sequences of eight clinical isolates from a single facility were obtained for epidemiological studies of relatedness (i.e., clonality). ATCC 27853 was also studied.
Isolates were cultivated on 5% sheep blood agar and genomic DNA obtained using the Maxwell 16 Tissue DNA purification kit (Promega, Madison, WI, USA) and the Genomic DNA Clean and Concentrator kit (Zymo Research, Irvine, CA, USA).
Paired-end and two Nextera mate-pair DNA libraries from each cultured isolate were prepared with target fragment lengths of 500 bp for the paired-end reads, and 4 to 6 kbp, and 8 to 10 kbp for the mate-pair reads, respectively. A total of 60,176,290 read pairs were produced on the Illumina MiSeq platform run for 600 cycles across all nine genomes. Reads were processed for adapter removal and quality filtering using Trimmomatic version 0.32 (1) with parameters "ILLUMINACLIP: adapters.fasta:2:30:10 LEADING:3 TRAILING:3 MAXINFO: 220:0.1 MINLEN:70." Reads were then error corrected using SPAdes version 3.1.0 (2) in error-correction-only mode. Read coverage was decreased to 80ϫ by randomly choosing read pairs. Reads were then assembled in two passes. First pass assembly was performed using Velvet version 1/2/10 (3) with k-mers from 31 to 99, selecting contigs from the assembly with the longest contig. The final pass assembly was performed using SPAdes in assembly-only mode, using as input the same unassembled reads as the first pass assembly, plus the contigs from Velvet passed as "untrusted contigs" to SPAdes. For each isolate, we identified the genes used for multilocus sequence typing of P. aeruginosa, and submitted them for typing using the PubMLST (4) database (http://pubmlst.org/paeruginosa). The resulting genomes, their multilocus sequence types (MLSTs), and assembly statistics are listed in Table 1 . Nucleotide sequence accession numbers. The complete genome sequences have been deposited at DDBJ/EMBL/GenBank under the accession numbers provided in Table 1 .
